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Supplementary methods 1. Reference genomes used to screen contaminants 50
Reference genomes used to screen contaminants include (1) NCBI RefSeq bacterial genomes (70,293 entries as of 8 December 2016), (2) NCBI GenBank fungal genomes (2,314 entries as of 4 May 2017), rice genomes (IRGSP-1.0_genome and nippon_ir64 from Schatz laboratory), human genome (GRCh38/hg38) and the mitogenomes presented in this work.
55
Supplementary methods 2. Estimation of genome size and depth of sequencing k-mers are nucleotide sequences that can be extracted directly from sequencing reads by a sliding window of length k. For novel genome, k-mer analysis can reveal some insights in terms of structure and complexity. Hereafter, read length is denoted as L, total number of reads as N, haploid genome size as G, sequencing depth as S, and D as average homozygous coverage. We excluded k-mers with 60 coverage out of range 5 to 1,000, denoted as B. Based on the hypothesized ploidy, D is determined from the average unique heterozygous λ. In our case, if M. graminicola is deemed as diploid and M. oryzae as triploid, the average homozygous coverage is 2λ and 3λ, respectively [1] . Repetitive homozygous k-mers, used to calculate repeat proportion, have coverage of more than 6 * λ. Considering heterozygosity rate as the probability of a heterozygous nucleotide, we can indirectly 
Asn->Asp Ser->Gly Thr->Ala Asn->Ser1 -Phe->Ser2 silent -- 10.2× ± 4.7 9.5× ± 4.1 -11.6× ± 3. 
